Introduction

In our interactions with the community, we frequently observed that researchers focused on describing to us
the biological scenarios that they were working on and wanted to know which tools could address those
biological scenarios. As a result, in this section of the wiki we will outline a few common biological scenarios
and then detail how to address them using tools supported by the MATKC.

While the starting point of this page might be small, we will make persistent efforts to add more and more
biological scenarios to it with the goal of making this page a major destination of the community.

Example Biological Scenario 1
I have performed a number of Affymetrix chip experiments on two groups of tissue: normal and cancer. I
want to identify the genes that are differentially expressed between normal and cancer and hopefully find

correlations in gene regulation as well. The experiments were performed on different dates. Can I do it with
tools supported by the MATKC?

Answer

[How to do it in geWorkbench]

[How to do it in GenePattern]


https://cabig-kc.nci.nih.gov/Molecular/KC/index.php/Example_use_cases_for_geWorkbench
https://cabig-kc.nci.nih.gov/Molecular/KC/index.php/Using_ComparativeMarkerSelection_for_Differential_Expression_Analysis
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